IDENTIFICATION

Species: Miscanthus sinensis
Locus: Misin02G209000

Gene Model: Misin02G209000.1.p
Description: McsEXPA-15
Family: Alpha Expansin

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Msinensis_v7_1
KEGG:-

EXTERNAL RESOURCES
https://grass-genome-hub.southgreen.fr/Genomeassembly/47213
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https://grass-genome-hub.southgreen.fr/Genomeassembly/47213

GENE STRUCTURE
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Legend:

Exon — Intron

DOMAIN ARCHITECTURE

Superfanilies PLN001SS

Name Accession Description Interval E-value
[+] PLNO0193 super family cl33423 expansin-A; Provisional 6-247 9.71e-103
SEQUENCES

Peptide

>MCcsEXPA-15

MNRSLILCVAFSACLALAAAGWSPGTATEYGGPDGSGTMGGACGYDNLYNAGYGV
NNAALSSTLFNDGASCGQCYLITCDTSRPGGQSCKPGYSITVSATNLCPANYALPNGG
WCGPGRPHFDMSQPAWENIGIYGAGIIPVLYQQVKCSRTGGVRFSIAGSQYFLLVNIQ
NLAGSGSVGAAWVKGDNTGWIQMSRNWGANWQALAGLVGQGLSFAVTSTGGQY
QLLNVVPGWWQFGQTYTTTQNFYY*

CDS (coding sequence)
>McsEXPA-15

ATGAACAGGTCCCTGATTTTGTGCGTAGCCTTCTCGGCGTGCCTAGCGCTCGCCGC
CGCGGGCTGGTCTCCCGGCACCGCCACGTTCTACGGAGGACCCGACGGCTCCGGL
ACCATGGGTGGCGCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGTC
AACAATGCGGCGCTGAGCTCAACGCTGTTCAACGACGGCGCGTCGTGCGGGCAG
TGCTACCTCATCACCTGCGACACGTCACGTCCGGGCGGCCAGTCCTGCAAGCCGG
GCTACTCCATCACGGTGTCCGCCACCAACCTGTGCCCGGCCAACTACGCGCTCCC
CAATGGCGGGTGGTGCGGCCCGGGCCGGCCCCACTTCGACATGTCGCAGCCGGC
GTGGGAGAACATCGGCATCTACGGCGCCGGCATCATCCCAGTCCTGTACCAGCAG
GTCAAGTGCTCGCGCACCGGCGGCGTGCGCTTCAGCATCGCCGGCTCCCAGTATT
TCCTGCTCGTCAACATCCAGAACCTCGCGGGCAGTGGCTCCGTGGGCGCCGCCTG
GGTGAAAGGCGACAACACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAA
CTGGCAGGCGCTCGCTGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGC
ACAGGTGGGCAGTACATCCAGCTCCTCAACGTCGTGCCAGGATGGTGGCAGTTCG
GACAGACCTACACCACAACCCAGAATTTCTACTACTAA

Nucleotide
>McsEXPA-15

ATGAACAGGTCCCTGATTTTGTGCGTAGCCTTCTCGGCGTGCCTAGCGCTCGCCGC
CGCGGGCTGGTCTCCCGGCACCGCCACGTTCTACGGAGGACCCGACGGLTCCGGC
ACCATGGGTAAGCAAAGCTCTTAATAATTGTACATTGCATCCATTGATTCTAGCG
CAAGAGCTATGCACATTTTGCTAACTGCGAGCATGCACGTACCAATGCAGGTGGC
GCGTGCGGGTACGACAACCTGTACAACGCCGGGTACGGCGTCAACAATGCGGCG
CTGAGCTCAACGCTGTTCAACGACGGCGCGTCGTGCGGGCAGTGCTACCTCATCA



CCTGCGACACGTCACGTCCGGGCGGCCAGTCCTGCAAGCCGGGCTACTCCATCAC
GGTGTCCGCCACCAACCTGTGCCCGGCCAACTACGCGCTCCCCAATGGCGGGTGG
TGCGGCCCGGGCCGGCCCCACTTCGACATGTCGCAGCCGGCGTGGGAGAACATC
GGCATCTACGGCGCCGGCATCATCCCAGTCCTGTACCAGCAGGTCAAGTGCTCGC
GCACCGGCGGCGTGCGCTTCAGCATCGCCGGCTCCCAGTATTTCCTGCTCGTCAA
CATCCAGAACCTCGCGGGCAGTGGCTCCGTGGGCGCCGCCTGGGTGAAAGGCGA
CAACACGGGGTGGATCCAGATGTCCAGGAACTGGGGCGCCAACTGGCAGGCGCT
CGCTGGGCTCGTCGGCCAGGGGCTCAGCTTCGCCGTGACCAGCACAGGTGGGCA
GTACATCCAGCTCCTCAACGTCGTGCCAGGATGGTGGCAGTTCGGACAGACCTAC
ACCACAACCCAGAATTTCTACTACTAA





